SEQUENCE PROT^fc;, 
lL INFORMATION: 
(i) APPLICANT: 

(b\ p^n' Mannheim GmbH 

(E) COUNTRY: Germany 

(F) POSTAL CODE: 683 05 

(ii) TITLE OF invention: T cells specific for kidney 
I carcinoma ^ 



Aiii) NUMBER OF SEQUENCES: 22 



(2) 



Uv) COMPUTER-READABLE FORM- 

(A) DATA CARRIER: Floppy disk 

INFORMATION FOR SEQ ID NO: 1: 



SEQUENCE CHARACTERISTICS- 

(A) LENGTH: 1341 base pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS : both 

(D) TOPOLOGY: linear 

(ix) ^FEATURE: 

(A) NAME/KEY: CDS 

(B) POSITION: 1..801 

(ix) Feature: 

(A) NAME/KEY: sig peptide 

(B) POSITION: 1..54 

(ix) FHATURE: 

(A) NAME/KEY: mat peptide 
Vb) POSITION: 55.7801 



(Xi) SEduENCE DESCRIPTION: 



ATC 
II 



SEQ ID NO: 1: 



ATG AGG CAA GTG GCG AGA GTG 
Met Arg Gin Val Ala Arg Val 
-15 

AGC CTT GCT AAG ACC ACC CAG 
ber Leu Ala Lys Thr Thr Gin 
^ 5 

CAA GAA GTG AAC ATA ACC TGT 
Gin Glu Val Asn He Thr Cys 
■^^ 20 

Tv^ S?"" CAA CAG TTT 

Tyr He Thr Trp Tyr Gin Gin Phe 
35 



vlt Pnf ACT TTG 

Val Phe Leu Thr Leu Ser Thr Leu 
-5 

CCC ATC TCC ATG GAC TCA TAT GAA GGA 
Pro lie ser Met Asp Ser Tyr Glu Gly 
10 ^ 



AGC 
Ser 



CAC AAC AAC ATT GCT ACA AAT GAT 
His Asn Asn He Ala Thr Asn Asp 
2^ 30 

:CC AGC. CAA GGA CCA CGA TTT ATT 
?ro Ser Gin Gly Pro Arg Phe lie 
40 45 



ATT CAA GGA TAC AAG ACA 
He Gin Gly Tyr Lys Thr 
50 



,ATC CCT GCC GAC AGA 
He Pro Ala Asp Arg 
65 

CTG AGC GAC ACT GCT 
Leu Ser Asp Thr Ala 
80 

CAA CTG ACC TTT GGA 
Gin Leu Thr Phe Glv 

95 



5 - ss ^ s.^? - 
?g ss ^ - 

g 0%= ?S S5 v-I - - - 

°^ 110 



S° 2S S S S k - - oj; 2 „. ^ 

125 



GAC AAG TCT GTC TGC CIIa 
Asp Lys Ser Val cys Leb 
130 



^-^^ 140 



f^^^ tf, s3 ^ J- ^ - ^ AC. 0.0 ex. 

m 5 150 ^ Val Leu 

I 155 



^"^^ 180 



200 

CTG GTC GAG AAA AGC TTT r&a ^ 
va. oxu ,t 

215 



Ala Asn Ala Phe 
185 



AAC AAC AGC ATT ATT 
Asn Asn Ser lie lie 
190 

TCC TGT GAT GTC AAG 
Ser Cys Asp Val Lys 
205 

CTA AAC TTT CAA AAC 
Leu Asn Phe Gin Asn 

s.- V.I I- g SS SS Su= ^ - S 0%° 

235 

SS S5 — — ot;^ 

245 



CTO TCA GIG ATT GGO TTC O 



GACAOCCTOT OCTCCCTCOC TCCt'tCCTCT OCATTGCCCC 
AOOGAACTOT CCTACCCCCA AOoJoOTOAA AOCTOCTACC 
ATOCCACCAA CTGOATCCTA CCCgLattta TGATTAAGAT 
CTOCTOCCAC CCCCTCTOIT CCCTTATTGC TGCTTGTCAC 
GGCAAGGCTG CTGCAGCCTC CCCTGOCTGT ocacattccc 
CTCCGCCATO CCACAOATOA TGOATCTTCA OTOOGTTCTC 



TCTTCTCCCT 
ACCTCTGTGC 
TGCTGAAGAG 
TGCCTGACAT 
TCCTGCTCCC 
TTGGGCTCTA 



CTCCAAACAG 
CCCCCCGGCA 
CTGCCAAACA 
TCACGGCAGA 
CAGAGACTGC 
GGTCCTGGAG 



240 



288 



624 



672 



720 



768 



881 
941 
1001 
1061 
1121 
1181 



. C^OOGTTTATT .O.oi.C.T^ AAG;^c. T.OT.TTCTT 

- CTTCTCAAGA CCTCC=OCOA «...CTCA TTATCCAOGC CCToS.e TOTCTGTCTC 
, GGCGTGTTGT AT'pTCCTGCT GCCGATGCCT TCATTAAAAT 
(2) INFORlkTION FOR SEQ ID NO: 2: 
(i) SEQUENCE CHARACTERISTICS- 

\o} ryPE: amino acid 
D) TOPOLOGY: linear 

(ii) Typi OP MOLECULE: protein 

(XX) SEqJUce DESCRIPTlgJfl^S ID NO: 2: 
«et Ar, Gin yal aL Ar, Val IXe VaJ P.e Le. Thr Leu Ser Thr Leu 
ser Leu Ala Lys Thl Thr Gin Pro He Ser Met Asp Ser Ty! Glu Gly 

\ 10 

gOln Glu Val Asn He Thr Cys Ser His Asn Asn He Ala Thr A.n A.p 
£Tyr He Thr Trp Tyr L n Gin Phe Pro Ser Gin Gly Pro Arg Phe II! 
jHe Gin Gly Tyr Ly. kr I^s Val Thr Asn Glu Val Ala Ser Leu Phe 

^ \ 60 

lie Pro Ala Asp Arg L^s Ser Ser Thr Leu Ser Leu Pro Arg Val ser 
ser ASP Thr Ala vil Tyr Tyr Cys Leu Val Gly Gl^y Ser Ala Arg 
Gin Leu Thr Phe Gly SeJ Gly Thr Gin Leu Thr VaT Leu Pro Asp He 

110 



Oln Asn Pro Asp Pro Ala Val Tyr Gin Leu Arg Asp ser Lys Ser Ser 

-P Lys ser Val Cys Leu ^he Thr Asp Phe Asp Ser Gin Thr Asn Val 
' ^-^^ 140 



alVa 
,eu th 

ser Gin ser Lys Asp Ser L val Tyr He Thr Asp Lys Z Val Leu 
ASP Met Arg Ser Met Asp P.e Lys Ser Asn Ser Ala Va^l Ala Trp Ser 

Lys ser Asp Phe Ala cfs Ala Asn Ala Phe Z Asn Ser He He 

190 

-o Glu ASP Thr Phe Phe P.o Ser Pro Glu Ser Ser Cys Asp Val Lys 
^ 205 

val Glu Lys ser Phe Glu Thr Asp Thr Asn Leu Asn Phe Gin Asn 

^eu ser Val He Gly Phe Arl He Leu Leu Leu Lys Val 2 Gly Phe 

"^■^^ 235 



1241 
1301 
1341 



- Leu Le^ Met Thr l^rg Leu Trp Ser Ser 



(2) INFORMATION FOR SEQ ID NO: 3: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 936 base pairs 
(f) TYPE: nucleotide 
(Q) STRANDEDNESS : both 
(m TOPOLOGY: linear 

(ix) FEATTOE: 

(A) \ NAME/KEY: CDS 

(B) \ POSITION: 1..933 

(ix) FEATUlk: 

(A) NAME/KEY: sig_peptide 

(B) POSITION: 1..63 

, (iJi) FEATURED 

(A) nAme/KEY: mat peptide 
S (B) POSITION: 64.7933 

sequence! DESCRIPTION: SEQ ID NO: 3: 

■ m| 5 ?s ssW g - - - g - ^ 
o§ Sf^ - - - t=l s= 

\ ^ 10 

G^?? §1 - - TTG CGC TGT GTC CCC ATC TCT AAT CAC 

Le^ ?yr Hi Ifr 5^?^?^ ™ CAG AAA GTC GAG TTT 

y rp Tyr Arg Gin He Leu Gly Gin Lys Val Glu Phe 
^ 40 



CTG GTT TCC TTT TAT AAT 
Leu Val Ser Phe Tyr Asn 
45 



^n t?f n^"" ATA TTC 

Asn Glu He Ser Glu Lys Ser Glu He Phe 
55 



2- - - .e. .0. 

SI ^= S= - - - 

S5 90 
S« - - CO. CCC .c 

105 

?s c^js s= ^ ^3^? f = -X 

110 ^ ; V3l Phe Pro Pro Glu Val Ala 

! ■^^^ 120 



eg 



GTG TTT GAG 
Vai Phe GliS 
125 ^ 



CCA TCA 
Pro Ser 



Wt^i "^^^ ACCm AAG GCC ACA 

^Ala Glu lie ser His Thr Gin Lys Ala Thr 
■^^^ 135 



ir. ti^ - - - - ..c 

\ • • 155 



155 

s s ± ^ s g; ss s; s s;; s s s s - 

165 



?.=o= S„= - p - - - - - - 

\ ■'■^O 185 

s s s s te s 5 s| s E s s: s s s; s 

\ ■'•^^ 200 

s z; St s i sqs e m s: g a: s st s: 
s s a: s rig ts s 5s s st; s s s st ss 
s s ss s sW s s E s s s fs a; S 

\ 245 250 

s= g i?= k r.: - - - 

\ 260 265 

Hi ?a'? 4 va? I?f SS 

270 \ ^-^^ I^eu Met Ala Met Val 

'^'^ 280 



AAG AGA AAG GAT TCC AGaIggC TAG 
Lys Arg Lys Asp Ser Arg Ely 
bgo 



(2) INFORMATION FOR SEQ IdInO: 4: 

(i) SEQUENCE CHARACTERISTICS- 

CA) LENGTH: 311 amino icids 
(B) TYPE: amino Ucid 
(D) TOPOLOGY: lihear 

(ii) TYPE OF MOLECULE: Irotein 

(XI) SEQUENCE DESCRIPTi3n: SeS ID NO: 4: 



Met Asp Thr Trp Leu Val Cyi 
-21 -20 

Gly Leu Thr Glu Pro Glu Val 
1 

Gin Met Gly Gin Glu Val He 
15 



Trp Ala He Phe Ser Leu Leu Lys Ala 
-10 

Thr Gin Thr Pro Ser His Gin Val Thr 
• ^ 10 

Leu Arg Cys Val Pro He Ser Asn His 
2" 25 



Leu Tyr Phe Tyr T.p ^ Ar, Gin IXe Leu Oly cm^s v.l gIu Phe 

40 

Leu val ser\ Phe Tyr Asn Asn Glu He Ser Glu Lys ser Glu He Phe 

\ 55 
ASP ASP Gin W ser Val Glu Arg Pro Asp Gly ser. Asn Phe Thr Leu 

Lys lie Arg SeV Thr Lys Leu Glu Asp Ser Ala Met Tyr Phe Cys Z 

ser ser Glu ThrWn Ser Tyr Glu Gin Tyr Phe Gly Pro Gly Thr Arg 

\ ■'■"O 105 

Leu Thr val Thr G^ Asp Leu Lys Asn Val Phe Pro Pro Glu Val Ala 

■^^^ 120 
val Phe Glu Pro seA Glu Ala Glu He Ser His Thr Gin Lys Ala Thr 

\ 135 
Leu val cys Leu Ala Vhr Gly Phe Tyr Pro Asp His Val Glu Leu Ser 



l45 
Ljrs 



, Trp Trp val Asn Gly lVs Glu Val His Ser Gly Val Ser Thr Asp Pro 
\ 165 170 

Gin Pro Leu Lys Glu Oil Pro Ala I^u Asn Asp Ser Arg Tyr Cys Leu 

V 180 

ser ser Arg Leu Arg Val^Ser Ala Thr Phe Trp Gin Asn Pro Arg Asn 

^ -"-^S 200 
His Phe Arg Cys Gin Val iln Phe Tyr Gly Leu Ser Glu Asn Asp Glu 
2110 215 

Trp Thr Gin Asp Arg Ala As Pro Val Thr Gin He Val Ser Ala Glu 

230 235 
Ala Trp Gly Arg Ala Asp Cyk Gly Phe Thr Ser Glu Ser Tyr Gin Gin 

245 250 
Gly val Leu Ser Ala Thr He\ Leu Tyr Glu He Leu Leu Gly Lys Ala 

Thr Leu Tyr Ala Val Leu Val Lr Ala Leu Val Leu Met Al! Met Val 

280 

Lys Arg Lys Asp Ser Arg Gly 
285 290 

(2) INFORMATION FOR SEQ ID NO: 

(i) SEQUENCE CHARACTERISTlts: 

(A) LENGTH: 39 base Jairs 

(B) TYPE: nucleotide \ 

(C) STRANDEDNESS: hot 

(D) TOPOLOGY: linear 

(ix) FEATURE: 

(A) NAME/KEY: CDS 



(B) POSI-^I^: 1..3 9 1^ 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 5: 

s ^ g - - - - - ... 

^ 295 300 

(2) INFORMjblON FOR SEQ ID NO: 6: 

(i) SEQUENCE CHARACTERISTICS: 

(\) LENGTH: 13 amino acids 
(ft) TYPE: amino acid 
(D)l TOPOLOGY: linear 

(ii) TYPeW MOLECULE: protein 

(XI) SEQUENCE DESCRIPTION: SEQ ID NO: 6: 

cys Leu val Leu Iser Gly Ser Ala Arg Gin Leu Thr Phe 



10 



J (2) INFORMATION F^R SEQ ID NO: 7: 

(i) SEQUENCE CHARACTERISTICS: 
^ (A) LEN(feTH: 3 6 base pairs 

(B) TYP^: nucleotide 

(C) STRANDEDNESS : both 
:i (D) TOPOLOGY: linear 

(ix) FEATURE: \ 

(A) NAME/KEY: CDS 

(B) POSITION: 1..36 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 7: 

TGC CTC GCT ACT GGT Tc\ GCA AGG CAA CTG ACC TTT 
cys Leu Ala Thr Gly Ser Ala Arg Gin LeS Thr Ihl 
■^^ » 20 



25 



(2) INFORMATION FOR SEQ iD NO: 8: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 12^ amino acids 

(B) TYPE: aminb acid 
(D) TOPOLOGY: linear 

(ii) TYPE OF molecule] protein 

(XI) sequence DESCRIPTION: SEQ ID NO: 8: 

cys Leu Ala Thr Gly Ser All Arg Gin Leu Thr Phe 
^ 10 

(2) INFORMATION FOR SEQ ID NO: 9: 

(i) SEQUENCE CHARACTERisTICS • 

. (A) LENGTH: 39 bafe pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS: Yboth 



(D) TOPOLOGY: linear 
(iW) FEATURE: 

\ (A) NAME/KEY: CDS 

\ (B) POSITION: 1..3 9 

(xi\ SEQUENCE DESCRIPTION: SEQ ID NO: 9: 

'^i ir. 4 0=?? ?s I- s= - - - - - 

20 



25 



(2) INFORMATION FOR SEQ ID NO: 10: 

(i) SeJquENCE CHARACTERISTICS- 

U) LENGTH: 13 amino acids 
(B) TYPE: amino acid 
(ID) TOPOLOGY: linear 

(ii> TYPk OF MOLECULE: protein 

(XX) SEQtoCE DESCRIPTigS? SEQ ID NO: 10: 

cys Ala ser sir Gly Thr Asp Ser Tyr Glu Gin Tyr Phe 

(2) information! FOR SEQ ID NO: 11: 

(i) SEQUENCE CHARACTERISTICS: 

(A) LENGTH: 39 base pairs 

(B) TYPE: nucleotide 

(C) S^RANDEDNESS: both 

(D) TOPOLOGY: linear 

(ix) FEATURE: 

(A) NAME/KEY: CDS 

(B) POSITION: 1..39 

(Xi) SEQUENCE DESCRIPTION: SEQ ID NO: 11: 

0.=^ 1^. $s z li^r ir. 



25 



(2) INFORMATION FOR SEQ ID NO: 12: 

(i) SEQUENCE CHARACTERISTICS- 

(A) LENGTH: 13 amino acids 

(B) TYP^: amino acid 
(D) TOPOLOGY: linear 

(ii) TYPE OF mJleculE: protein 

(XI) SEQUENCE DESCRIPTION: IeS ID NO: 12: 

cys Ala ser Ser GlJ Thr Asp Ser Tyr Glu Gin Tyr Phe 



10 



\ ' m ■ ' 

(2) II^FORMATION FOR S^Q id nO: 13: 

(i,) SEQUENCE CHARACTERISTICS- 

(A) LENGTH: 39 base ««i*>-c= 
\ CB) TYPE: nucleo?iL'^""^" 
\ (C STRANDEDNESS: both 
\ (D) TOPOLOGY: linear 

(ix) FEATURE: 

\ (A) NAME/KEY: CDS 
\(B) POSITION: 1..3 9 



NO: 13: 



(^i) SE^ENCE DESCRIPTION: SEQ ID 

c.=^ ^1 1.- tsW tr. tt^ - - - 

\ 25 
(2) INFORMATION VoR SEQ ID NO: 14: 
(i) SEQUENC]^ CHARACTERISTICS- 

(B) TY^E: amino acid 
(D) TOlbLOGY: linear 

CZ\ (if) TYPE OF MOLECULE: protein 

(XX) SEQUENCE ^ESCRIPTlgNf Ieq ID NO: 14: 

cys Ala ser Ser Gly ihr Ala Ser Tyr Glu Gin Tyr Phe 



(2) INFORMATION FOR sIq ID NO: 15: 

(i) SEQUENCE CHa4cTERISTICS: 

(A LENGTH: 39 base pairs 
(B TYPE: nucleotide 
(C STRANDEDilESS: both 
(D) topology! linear 

(ix) FEATURE: 1 

(A) NAME/KEY: CDS 

(B) POSITION: ll. .39 

(xi) SEQUENCE DESCRiLon: SEQ ID NO: 15: 

cys r.'r ^tl 'ofy i TTT 

^5 ^er Giy Thr Ash Ser Tyr Glu Gin Tyr Phe 



25 



(2) INFORMATION FOR SEQ ID nA: 16: 

(i) SEQUENCE CHARACTERiJticS- 
A) LENGTH: 13 fSno fc 
(B TYPE: amino acid 
(D) TOPOLOGY: linear 



\ (ii) TYPE OF MOLECULE: protein 

(xi) SEQUENCE ^pRIPTION: SEQ ID NO: 

Cys Ala- ser Ser Gly Thr Asn Ser Tyr Glu Gin Tyr Phe 



10 



( 2 ) INFORMATION FOR SEQ ID NO: 17: 

(i) SeWeNCE CHARACTERISTICS: 

^A.) LENGTH: 39 base pairs 
(B) TYPE: nucleotide 
(C\) STRANDEDNESS : both 
(D^ TOPOLOGY: linear 

(ix) FEATimE: 

(A) \naME/KEY: CDS 

(B) POSITION: 1. .39 

(xi) SEQUENCE DESCRIPTION: SEQ ID NO: 17: 

1^ k ?s ir. IS ir. 



Foi 



25 



(2) INFORMATION FOR SEQ ID NO: 18: 

(i) SEQUENCE CHARACTERISTICS- 
V (A) LENGTH: 13 amino acids 

(B) TYPE :\ amino acid 
(D) TOPOLdGY: linear 

(ii) TYPE OF MOLE We: protein 

(XI) SEQUENCE DESdRIPTION: SEQ ID NO: 18: 

cys Ala Thr Ser Gly Thi Ala Ser Tyr Glu Gin Tyr Phe 

^ \ 10 
(2) INFORMATION FOR SEQ ilD NO: 19: 

(i) SEQUENCE CHARACoLrISTICS: 

(A) LENGTH: sgUase pairs 

(B) TYPE: nucleotide 

(C) STRANDEDNESS: both 

(D) TOPOLOGY: llLnear 

(ix) FEATURE: 1 

(A) NAME/KEY: Clis 

(B) POSITION: 1.1.39 

(Xi) SEQUENCE DESCRIPTlbN: SEQ ID NO: 19: 



'41 1^ 1- e - - - - ..o 

2° 25 



(2) INrfORMATION FOR SEQ ID NO: 20: 



( 1 X SEQUENCE C^^CTERISTIC^ : 
\ CA) LENG^^i3 amino acids 
(B) TYPE: amino acid 
(D) TOPOLOGY: linear 



(ii) iWpe OF MOLECULE: protein 
(XI) SfeQUENCE DESCRIPTION: SEQ ID NO: 

cys Ala Arg ier Gly Thr Gly Ser Tyr Glu Gin 
'5 10 

(2) INFORMATION FOR SEQ ID NO: 21: 

(i) SEQUENCE CHARACTERISTICS: 

(A) \ LENGTH: 2 0 base pairs 

(B) TYPE: nucleotide 

(T? I (C) STRANDEDNESS: single strand 

^ ^ (D) Itopology: linear 



(xi) SEQUENdE DESCRIPTION: SEQ ID NO: 21 



CACTGAAGAT CCATCATCTG 
(2) INFORMATION FOR SEQ ID NO: 22: 



(i) SEQUENCE 

(A) LEN(tTH 

(B) TYP]! 
(C) 
(D) 



STR; NDEDNESS: 



CHARACTERISTICS : 

20 base pairs 
nucleotide 

single strand 
linear 



(xi) SEQUENCE D SSCRIPTION: SEQ ID NO: 22: 
TAGAGGATGG TGGCAGAdAG 



